phases of samples with high, moderate and low temperatures from seven petroleum reservoirs 23 in China. A core bacterial microbiome with a small proportion of shared OUT, but a high 24 proportion of sequences among all reservoirs was discovered, including aerobic degraders, and taxonomic composition results were processed by QIIME accordingly ( Figure S1 ). For parameters and UniFrac/Bray-Cutis distance matrix from beta diversity analysis by QIIME. 58.8% of average sequences in the total bacterial community, respectively (Tables S5 and S6) . and pH (C, D) categories. The taxonomic trees were generated from phylum to genus (inside to outside) in hierarchical structure. Biomarker taxonomic levels were labeled in color which had at least logarithmic LDA score of 3.5. Pre-sample normalization was used to format the relative abundance data. All-against-all strategy was used in multi-class analysis step. 
